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Figure 6 A 



(SEQIDNO: 1) 

atggaaccaaatggcaccttcagcaataacaacagcaggaactgcacaattgaaaacttcaagagagaatttttcccaattgtata 

tctgataatatttttctggggagtcttgggaaatgggttgtccatatatgttttcctgcagccttataagaagtccacatctgtgaacgtt 

ttcatgctaaatctggccatttcagatctcctgttcataagcacgcttcccttcagggctgactattatcttagaggctccaattggata 

tttggagacctggcctgcaggattatgtcttattccttgtatgtcaacatgtacagcagtatttatttcctgaccgtgctgagtgttgtgc 

gtttcctggcaatggttcacccctttcggcttctgcatgtcaccagcatcaggagtgcctggatcctctgtgggatcatatggatcct 

tatcatggcttcctcaataatgctcctggacagtggctctgagcagaacggcagtgtcacatcatgcttagagctgaatctctataa 

aattgctaagctgcagaccatgaactatattgccttggtggtgggctgcctgctgccatttttcacactcagcatctgttatctgctga 

tcattcgggttctgttaaaagtggaggtcccagaatcggggctgcgggtttctcacaggaaggcactgaccaccatcatcatcac 

cttgatcatcttcttcttgtgtttcctgccctatcacacactgaggaccgtccacttgacgacatggaaagtgggtttatgcaaagac 

agactgcataaagctttggttatcacactggccttggcagcagccaatgcctgcttcaatcctctgctctattactttgctggggaga 

attttaaggacagactaaagtctgcactcagaaaaggccatccacagaaggcaaagacaaagtgtgttttccctgttagtgtgtgg 

ttgagaaaggaaacaagagtataa 



Figure 6B 

(SEQ ID NO: 2) 

Met Glu Pro Asn Gly Thr Phe Ser Asn Asn Asn Ser Arg Asn Cys Thr 
He Glu Asn Phe Lys Arg Glu Phe Phe Pro He Val Tyr Leu He He 
Phe Phe Tip Gly Val Leu Gly Asn Gly Leu Ser He Tyr Val Phe Leu 
Gin Pro Tyr Lys Lys Ser Thr Ser Val Asn Val Phe Met Leu Asn Leu 
Ala He Ser Asp Leu Leu Phe He Ser Thr Leu Pro Phe Arg Ala Asp 
Tyr Tyr Leu Arg Gly Ser Asn Tip He Phe Gly Asp Leu Ala Cys Arg 
He Met Ser Tyr Ser Leu Tyr Val Asn Met Tyr Ser Ser He Tyr Phe 
Leu Thr Val Leu Ser Val Val Arg Phe Leu Ala Met Val His Pro Phe 
Arg Leu Leu His Val Thr Ser He Arg Ser Ala Tip He Leu Cys Gly 
He He Tip He Leu He Met Ala Ser Ser He Met Leu Leu Asp Ser 
Gly Ser Glu Gin Asn Gly Ser Val Thr Ser Cys Leu Glu Leu Asn Leu 
Tyr Lys He Ala Lys Leu Gin Thr Met Asn Tyr He Ala Leu Val Val 
Gly Cys Leu Leu Pro Phe Phe Thr Leu Ser He Cys Tyr Leu Leu He 
lie Arg Val Leu Leu Lys Val Glu Val Pro Glu Ser Gly Leu Arg Val 
Ser His Arg Lys Ala Leu Thr Thr He He He Thr Leu He He Phe 
Phe Leu Cys Phe Leu Pro Tyr His Thr Leu Arg Thr Val His Leu Thr 
Thr Tip Lys Val Gly Leu Cys Lys Asp Arg Leu His Lys Ala Leu Val 
He Thr Leu Ala Leu Ala Ala Ala Asn Ala Cys Phe Asn Pro Leu Leu 
Tyr Tyr Phe Ala Gly Glu Asn Phe Lys Asp Arg Leu Lys Ser Ala Leu 
Arg Lys Gly His Pro Gin Lys Ala Lys Thr Lys Cys Val Phe Pro Val 
Ser Val Tip Leu Arg Lys Glu Thr Arg Val 



Figure 7 A 



(SEQ ID NO: 5) 

atggagagaaaatttatgtccttgcaaccatccatctccgtatcagaaatggaaccaaatggcaccttcagcaataacaacagca 

ggaactgcacaattgaaaacttcaagagagaatttttcccaattgtatatctgataatatttttctggggagtcttgggaaatgggttgt 

ccatatatgttttcctgcagccttataagaagtccacatctgtgaacgttttcatgctaaatctggccatttcagatctcctgttcataag 

cacgcttcccttcagggctgactattatcttagaggctccaattggatatttggagacctggcctgcaggattatgtcttattccttgta 

tgtcaacatgtacagcagtatttatttcctgaccgtgctgagtgttgtgcgtttcctggcaatggttcacccctttcggcttctgcatgt 

caccagcatcaggagtgcctggatcctctgtgggatcatatggatccttatcatggcttcctcaataatgctcctggacagtggctc 

tgagcagaacggcagtgtcacatcatgcttagagctgaatctctataaaattgctaagctgcagaccatgaactatattgccttggt 

ggtgggctgcctgctgccatttttcacactcagcatctgttatctgctgatcattcgggttctgttaaaagtggaggtcccagaatcg 

gggctgcgggtttctcacaggaaggcactgaccaccatcatcatcaccttgatcatcttcttcttgtgtttcctgccctatcacacact 

gaggaccgtccacttgacgacatggaaagtgggtttatgcaaagacagactgcataaagctttggttatcacactggccttggca 

gcagccaatgcctgcttcaatcctctgctctattactttgctggggagaattttaaggacagactaaagtctgcactcagaaaaggc 

catccacagaaggcaaagacaaagtgtgttttccctgttagtgtgtggttgagaaaggaaacaagagtataa 



Figure 7B 

(SEQ ID NO: 6) 

Met Glu Arg Lys Phe Met Ser Leu Gin Pro Ser He Ser Val Ser Glu 
Met Glu Pro Asn Gly Thr Phe Ser Asn Asn Asn Ser Arg Asn Cys Thr 
He Glu Asn Phe Lys Arg Glu Phe Phe Pro He Val Tyr Leu lie He 
Phe Phe Tip Gly Val Leu Gly Asn Gly Leu Ser He Tyr Val Phe Leu 
Gin Pro Tyr Lys Lys Ser Thr Ser Val Asn Val Phe Met Leu Asn Leu 
Ala He Ser Asp Leu Leu Phe He Ser Thr Leu Pro Phe Arg Ala Asp 
Tyr Tyr Leu Arg Gly Ser Asn Trp lie Phe Gly Asp Leu Ala Cys Arg 
He Met Ser Tyr Ser Leu Tyr Val Asn Met Tyr Ser Ser He Tyr Phe 
Leu Thr Val Leu Ser Val Val Arg Phe Leu Ala Met Val His Pro Phe 
Arg Leu Leu His Val Thr Ser He Arg Ser Ala Tip He Leu Cys Gly 
He He Trp He Leu He Met Ala Ser Ser He Met Leu Leu Asp Ser 
Gly Ser Glu Gin Asn Gly Ser Val Thr Ser Cys Leu Glu Leu Asn Leu 
Tyr Lys He Ala Lys Leu Gin Thr Met Asn Tyr He Ala Leu Val Val 
Gly Cys Leu Leu Pro Phe Phe Thr Leu Ser lie Cys Tyr Leu Leu He 
lie Arg Val Leu Leu Lys Val Glu Val Pro Glu Ser Gly Leu Arg Val 
Ser His Arg Lys Ala Leu Thr Thr He He He Thr Leu He He Phe 
Phe Leu Cys Phe Leu Pro Tyr His Thr Leu Arg Thr Val His Leu Thr 
Thr Tip Lys Val Gly Leu Cys Lys Asp Arg Leu His Lys Ala Leu Val 
He Thr Leu Ala Leu Ala Ala Ala Asn Ala Cys Phe Asn Pro Leu Leu 
Tyr Tyr Phe Ala Gly Glu Asn Phe Lys Asp Arg Leu Lys Ser Ala Leu 
Arg Lys Gly His Pro Gin Lys Ala Lys Thr Lys Cys Val Phe Pro Val 
Ser Val Tip Leu Arg Lys Glu Thr Arg Val 



